>gi| 15126197 |gb|AAE73433 .l| Sequence 2 from patent US 6242217 
gi|21517369|gb|AAM60707.l| Sequence 83 from patent US 6399761 
Length =411 

Score = 783 bits (2023), Expect =0.0 

Identities = 410/411 (99%), Positives = 411/411 (100%) 

Query.: 1 MAAPDLLDPKSAAQNSKPRLSFSTKPTVLASRVESDTTINVMKWKTVSTIFLVWLYLII 60 

MAAPDLLDPKSAAQNSKPRLSFSTKPTVLASRVESDTTINVMKWKTVSTIFLVVVLYLII 
Sbjct: 1 MAAPDLLDPKSAAQNSKPRLSFSTKPTVLASRVESDTTINWKWKTVSTIFLVVVXYLII 60 

Query: 61 GATVFKALEQPHEISQRTTIVIQKQTFISQHSCVNSTELDELIQQIVAAINAGIIPLGNT 120 

GATVFKALEQPHEISQRTTIVIQKQTFISQHSCVNSTELDELIQQIVAAINAGIIPLGNT 
Sbjct : 61 GATVFKALEQPHEISQRTTIVIQKQTFISQHSCVNSTELDELIQQIVAAINAGIIPLGNT 12 0 

Query: 121 SNQISHWDLGSSFFFAGTVITTIGFGNISPRTEGGKIFCIIYALLGIPLFGFLLAGVGDQ 180 

SNQISHWDLGSSFFFAGTVITTIGFGNISPRTEGGKIFCIIYALLGIPLFGFLLAGVGDQ 
Sbjct: 121 SNQISHWDLGSSFFFAGTVITTIGFGNISPRTEGGKIFCIIYALLGIPLFGFLLAGVGDQ 180 

Query: 181 LGTIFGKGIAKVEDTFIKWNVSQTKIRIISTIIFILFGCVLFVALPAIIFKHIEGWSALD 240 

LGTIFGKGIAKVEDTFIKWNVSQTKIRIISTIIFILFGCVLFVALPAIIFKHIEGWSALD 
Sbjct: 181 LGT I FGKG I AKVEDTF I KWNVSQTKI RIISTIIF I LFGCVLF VALPAI I FKH I EGWS ALD 240 

Query: 241 AIYFWITLTTIGFGDYVAGGSDIEYLDFYKPWWFWILVGLAYFAAVLSMIGDWLRVIS 300 

AIYFWITLTTIGFGDYVAGGSDIEYLDFYKPWWFWILVGLAYFAAVLSMIGDWLRVIS 
Sbjct: 241 AIYFWITLTTIGFGDYVAGGSDIEYLDFYKPWWFWILVGLAYFAAVLSMIGDWLRVIS 300 

Query: 301 KKTKEEVGEFRAHAAEWTANVTAEFKETRRRLSVEIYDKFQRATSIKRKLSAELAGNHNQ 360 

KKTKEE VGE FRAHAAE WTANVTAE FKETRRRL S VE I YDKFQRATS I KRKLS AELAGNHNQ 
Sbjct: 301 KKTKEE VGE FRAHAAE WTANVTAE FKETRRRL S VE I YDKFQRATS I KRKLS AELAGNHNQ 360 

Query: 361 ELTPCRRTLSVNHLTNERDVLPPLLKTESIYLNGLTPHCAGEEIAVIENIK 411 

ELTPCRRTLSVNHLT+ERDVLPPLLKTESIYLNGLTPHCAGEEIAVIENIK 
Sbjct: 361 ELTPCRRTLSVNHLTSERDVLPPLLKTESIYLNGLTPHCAGEEIAVIENIK 411 

>gi|l5126199|gb|AAE73435.l| Sequence 6 from patent US 6242217 
Length = 411 

Score = 764 bits (1974), Expect = 0.0 

Identities = 394/411 (95%), Positives = 406/411 (98%) 

Query: 1 MAAPDLLDPKSAAQNSKPRLSFSTKPTVLASRVESDTTINWIKWKWSTIFLVVVLYLII 60 

MAAPDLLDPKSAAQNSKPRLSFS+KPTVLASRVESD+ INVMKWKTVS T I FLVWL YL 1 1 
Sbjct: 1 MAAPDLLDPKSAAQNSKPRLSFSSKPTVLASRVESDSAINVTVIKWKTVSTIFLVVVLYLII 60 

Query : 61 GATVFKALEQPHEISQRTTIVIQKQTFISQHSCVNSTELDELIQQIVAAINAGIIPLGNT 120 

GA VFKALEQP EISQRTTIVIQKQTFI+QH+CVNSTELDELIQQIVAAINAGIIPLGN+ 
Sbjct : 61 GAAVFKALEQPQEISQRTTIVIQKQTFIAQHACVNSTELDELIQQIVAAINAGIIPLGNS 120 



Query: 121 SNQI SHWDLGSS FFFAGTVI TTIGFGNI S PRTEGGKI FC 1 1 YALLGI PLFGFLLAGVGDQ 180 



SNQ+SHWDLGSSFFFAGTVITTIGFGNISPRTEGGKIFCIIYALLGIPLFGFLLAGVGDQ 
Sbjct: 121 SNQVSHWDLGSSFFFAGTVITTIGFGNISPRTEGGKIFCIIYALLGIPLFGFLLAGVGDQ 180 

Query: 181 LGT I FGKG I AKVEDTF I KWNVS QTKI RI I S T 1 1 F I LFGCVLFVALP AI I FKH I EGWS ALD 240 

LGT I FGKG I AKVEDTF I KWNVS QTKI RI I S TI I F I LFGCVLFVALPA+ 1 FKH I EGWS ALD 
Sbjct: 181 LGTIFGKGIAKVEDTFIKWNVSQTKIRIISTIIFILFGCVLFVALPAVIFKHIEGWSALD 240 

Query: 241 AIYFWITLTTIGFGDYVAGGSDIEYLDFYKPWWFWILVGLAYFAAVLSMIGDWLRVIS 300 

AIYFWITLTTIGFGDYVAGGSDIEYLDFYKPWWFWILVGLAYFAAVLSMIGDWLRVIS 
Sbjct: 241 AIYFWITLTTIGFGDYVAGGSDIEYLDFYKPWWFWILVGLAYFAAVLSMIGDWLRVIS 300 

Query: 301 KKTKEEVGEFRAHAAEWTANVTAEFKETRRRLSVEIYDKFQRATSIKRKLSAELAGNHNQ 360 

KKTKEEVGEFRAHAAEWTANVTAEFKETRRRLSVEIYDKFQRATS+KRKLSAELAGNHNQ 
Sb j Ct : 301 KKTKEEVGEFRAHAAEWTANVTAEFKETRRRLSVEIYDKFQRATSVKRKLSAELAGNHNQ 3 60 

Query: 361 ELTPCRRTLSVNHLTNERDVLPPLLKTESIYLNGLTPHCAGEEIAVIENIK 411 

ELTPC RTLSVNHLT+ER+VLPPLLK ES I YLNGLTPHCAGE+ IAVIEN+K 
Sbjct: 361 ELTPCMRTLSVNHLTSEREVLPPLLKAESIYLNGLTPHCAGEDIAVIENMK 411 

>gi | 10042828 | emb | CAC07711 . 1 | unnamed protein product [Mus sp.] 
Length = 3 70 

Score = 684 bits (1766), Expect = 0.0 

Identities = 356/368 (96%), Positives = 364/368 (98%) 

Query: 1 MAAPDLLDPKS AAQNS KPRL S FSTKPTVLASRVESDTT INVMKWKTVS T I FL VWL YL 1 1 60 

MAAPDLLDPKSAAQNSKPRLSFS+KPTVLASRVESD+ INVMKWKTVS T I FLVWLYL 1 1 
Sbjct: 1 MAAPDLLDPKSAAQNSKPRLSFSSKPWLASRVESDSAINVWKWKTVSTIFLVVVLYIjII 60 

Query: 61 GATVFKALEQPHEISQRTTIVIQKQTFISQHSCVNSTELDELIQQIVAAINAGIIPLGNT 12 0 

GA VFKALEQP EISQRTTIVIQKQTFI+QH+CVNSTELDELIQQIVAAINAGIIPLGN+ 
Sbjct : 61 GAAVFKALEQPQEISQRTTIVIQKQTFIAQHACVNSTELDELIQQIVAAINAGIIPLGNS 120 

Query: 121 SNQISHWDLGSSFFFAGTVITTIGFGNISPRTEGGKIFCIIYALLGIPLFGFLLAGVGDQ 180 

SNQ+SHWDLGSSFFFAGTVITTIGFGNISPRTEGGKIFCIIYALLGIPLFGFLLAGVGDQ 
Sbjct: 121 SNQVSHWDLGSSFFFAGTVITTIGFGNISPRTEGGKIFCIIYALLGIPLFGFLLAGVGDQ 180 

Query: 181 LGTIFGKGIAKVEDTFIKWNVSQTKIRIISTIIFILFGCVLFVALPAIIFKHIEGWSALD 240 

LGTIFGKGIAKVEDTFIKWNVSQTKIRIISTIIFILFGCVLFVALPA+IFKHIEGWSALD 
Sbjct: 181 LGTIFGKGI AKVEDTF IKWNVSQTKIRI I STI I FILFGCVLFVALPAVIFKHI EGWS ALD 240 

Query: 241 AIYFWITLTTIGFGDYVAGGSDIEYLDFYKPWWFWILVGLAYFAAVLSMIGDWLRVIS 300 

AIYFWITLTTIGFGDYVAGGSDIEYLDFYKPWWFWILVGLAYFAAVLSMIGDWLRVIS 
Sbjct: 241 AIYFWITLTTIGFGDYVAGGSDIEYLDFYKPWWFWILVGLAYFAAVLSMIGDWLRVIS 300 

Query: 3 01 KKTKEEVGEFRAHAAEWTANVTAEFKETRRRLSVEIYDKFQRATSIKRKLSAELAGNHNQ 3 60 

KKTKEEVGEFRAHAAEWTANVTAEFKETRRRLSVEIYDKFQRATS+KRKLSAELAGNHNQ 
Sbjct: 301 KKTKEEVGEFRAHAAEWTANVTAEFKETRRRLSVEIYDKFQRATSVKRKLSAELAGNHNQ 360 

Query: 3 61 ELTPCRRT 368 



ELTPC RT 
Sbjct: 361 ELTPCMRT 368 

>gi| 17917944 |gb|AAE85378.l| Sequence 8 from patent US 6309855 
Length = 3 70 

Score = 681 bits (1758), Expect = 0.0 

Identities = 355/368 (96%) , Positives = 363/368 (98%) 

Query: 1 MAAPDLLDPKSAAQNSKPRLSFSTKPTVLASRVESDTTINVMKWKTVSTIFLVVVLYLII 60 

MAAPDLLD PKS AAQNS KPRL S FS + KPTVLAS R VE S D + INVMKWKTVSTIFLWVLYLII 
Sbjct: 1 MAAPDLLDPKSAAQNSKPRLSFSSKPTVLASRVESDSAINVMKWKTVSTIFLVVVLYLII 60 

Query: 61 GATVFKALEQPHE I SQRTTIVIQKQTF I SQHSCVNSTELDEL I QQI VAAINAGI I PLGNT 120 

GA VFKALEQP E I SQRTT I VIQKQTFI +QH+CVNSTELDELI QQI VAAINAGI I PLGN+ 
Sbjct : 61 GAAVFKALEQPQEISQRTTIVIQKQTFIAQHACVNSTELDELIQQIVAAINAGIIPLGNS 12 0 

Query: 121 SNQISHWDLGSSFFFAGTVITTIGFGNISPRTEGGKIFCIIYALLGIPLFGFLLAGVGDQ 180 

SNQ+SHWDLGSSFFFAGTVITTIGFGNISPRTEGGKIFCIIYALLGIPL GFLLAGVGDQ 
Sbjct: 121 SNQVSHWDLGSSFFFAGTVITTIGFGNISPRTEGGKIFCIIYALLGIPLEGFLLAGVGDQ 180 

Query: 181 LGTIFGKGIAKVEDTFIKWWSQTKIRIISTIIFILFGCVLFVALPAIIFKHIEGWSALD 240 

LGTIFGKGIAKVEDTFIKWNVSQTKIRIISTIIFILFGCVLFVALPA+IFKHIEGWSALD 
Sbjct: 181 LGT I FGKGI AKVEDTF I KWNVS QTKI RI ISTIIFIL FGC VLFVALPAVI FKHI EGWS ALD 240 

Query: 241 AIYFWITLTTIGFGDYVAGGSDIEYLDFYKPvVWFWILVGLAYFAAVLSMIGDWLRVIS 300 

AIYFVVITLTTIGFGDYVAGGSDIEYLDFYKPWWFWILVGLAYFAAVLSMIGDWLRVIS 
Sbjct: 241 AIYFWITLTTIGFGDYVAGGSDIEYLDFYKPWWFWILVGLAYFAAVLSMIGDWLRVIS 300 

Query: 301 KKTKEEVGEFRAHAAEWTANVTAEFKETRRRLSVEIYDKFQRATSIKRKLSAELAGNHNQ 360 

KKTKEEVGEFRAHAAEWTANVTAEFKETRRRLSVEIYDKFQRATS+KRKLSAELAGNHNQ 
Sbjct: 301 KKTKEEVGEFRAHAAEWTANVTAEFKETRRRLSVEIYDKFQRATSVKRKLSAELAGNHNQ 360 

Query: 361 ELTPCRRT 3 68 

ELTPC RT 
Sbjct: 361 ELTPCMRT 3 68 



gi 1 15126199 | gb | AAE734 35 . 1 1 Sequence 6 from patent US 6242217 S£~®L 
Length = 411 

Score = 784 bits (2025), Expect =0.0 

Identities = 410/411 (99%), Positives = 410/411 (99%) 

Query: 1 MAAPDLLDPKSAAQNSKPRLSFSSKPTVLASRVESDSAINVWKWKTVSTIFLVVVLYLII 60 

MAAPDLLDPKS AAQNS KPRLS FS S KPTVLAS RVESDS AINVMKWKTVS T I FLVWL YL 1 1 
Sbjct: 1 MAAPDLLDPKSAAQNSKPRLSFSSKPTVLASRVESDSAINVTVIKWKTVSTIFLvVVLYLII 60 

Query: 61 GAAVFKALEQPQE I SQRTTI VIQKQTF I AQHACVNSTELDEL IQQI VAAINAG 1 1 PLGNS 120 

GAAVFKALEQPQEISQRTTIVIQKQTFIAQHACVNSTELDELIQQIVAAINAGIIPLGNS 
Sbjct : 61 GAAVFKALEQPQE I SQRTTI VIQKQTF I AQHACVNSTELDEL IQQI VAAINAG 1 1 PLGNS 120 

Query: 121 SNQVSHWDLGSSFFFAGTVITTIGFGNISPRTEGGKIFCIIYALLGIPLFGFLLAGVGDQ 180 

SNQVSHWDLGSSFFFAGTVITTIGFGNISPRTEGGKIFCIIYALLGIPLFGFLLAGVGDQ 
Sbjct: 121 SNQVSHWDLGSSFFFAGTVITTIGFGNISPRTEGGKIFCIIYALLGIPLFGFLLAGVGDQ 180 

Query: 181 LGTIFGKGIAKVEDTFIKWNVSQTKIRIISTIIFILFGCVLFVALPAVIFKHIEGWSALD 24 0 

LGTIFGKGIAKVEDTFIKWNVSQTKIRIISTIIFILFGCVLFVALPAVIFKHIEGWSALD 
Sbjct: 181 LGTIFGKGIAKVEDTFIKWNVSQTKIRIISTIIFILFGCVLFVALPAVIFKHIEGWSALD 240 

Query: 241 AIYFWITLTTIGFGDYVAGGSDIEYLDFYKPWWFWILVGLAYFAAVLSMIGDWLRVIS 300 

AIYFWITLTTIGFGDYVAGGSDIEYLDFYKPWWFWILVGLAYFAAVLSMIGDWLRVIS 
Sbjct: 241 AIYFWITLTTIGFGDYVAGGSDIEYLDFYKPVVWFWILVGLAYFAAVLSMIGDWLRVIS 300 

Query: 301 KKTKEEVGEFRAHAAEWTANVTAEFKETRRRLSVEIYDKFQRATSVKRKLSAELAGNHNQ 360 

KKTKEEVGEFRAHAAEWTANVTAEFKETRRRLSVEIYDKFQRATSVKRKLSAELAGNHNQ 
Sbjct: 301 KKTKEEVGEFRAHAAEWTANVTAEFKETRRRLSVEIYDKFQRATSVKRKLSAELAGNHNQ 360 

Query: 361 ELTPCRRTLSVNHLTSEREVLPPLLKAESIYLNGLTPHCAGEDIAVIENMK 411 

ELTPC RTLSVNHLTSEREVLPPLLKAESIYLNGLTPHCAGEDIAVIENMK 
Sbjct: 361 ELTPCMRTLSVNHLTSEREVLPPLLKAESIYLNGLTPHCAGEDIAVIENMK 411 

>gi | 15126197 |gb|AAE73433 . 1 | Sequence 2 from patent US 6242217 
gi|21517369|gb|AAM60707.l| Sequence 83 from patent US 6399761 
Length = 411 

Score = 768 bits (1984), Expect = 0.0 

Identities = 396/411 (96%), Positives = 407/411 (99%) 

Query: 1 MAAPDLLDPKS AAQNS KPRLS FSSKPTVLASRVESDSAINVMKWKTVST I FL VWL YL 1 1 60 

MAAPDLLDPKS AAQNS KPRLS FS+KPTVLASRVESD+ INVMKWKTVSTIFLVWLYLII 
Sbjct: 1 MAAPDLLDPKS AAQNS KPRLS FSTKPTVLASRVESDTTINVMKWKTVST I FLVVVLYL 1 1 60 

Query: 61 GAAVFKALEQPQE I SQRTTIVIQKQTF I AQHACVNSTELDEL IQQI VAAINAGI I PLGNS 12 0 

GA VFKALEQP E I SQRTTI VIQKQTF I +QH+CVNSTELDELIQQI VAAINAGI I PLGN+ 
Sbjct: 61 GATVFKALEQPHEISQRTTIVIQKQTFISQHSCVNSTELDELIQQIVAAINAGIIPLGNT 120 



Query: 121 SNQVSHWDLGSSFFFAGTVITTIGFGNISPRTEGGKIFCIIYALLGIPLFGFLLAGVGDQ 180 



SNQ+SHWDLGSSFFFAGTVITTIGFGNISPRTEGGKIFCIIYALLGIPLFGFLLAGVGDQ 
Sbjct: 121 SNQISHWDLGSSFFFAGTVITTIGFGNISPRTEGGKIFCIIYALLGIPLFGFLLAGVGDQ 180 

Query: 181 LGTIFGKGIAKVEDTFIKWNVSQTKIRIISTIIFILFGCVLFVALPAVIFKHIEGWSALD 240 

LGTIFGKGIAKVEDTFIKWNVSQTKIRIISTIIFILFGCVLFVALPA+IFKHIEGWSALD 
Sbjct: 181 LGTIFGKGIAKVEDTFI KWNVSQTKIRI ISTIIFILFGCVLFVALPAIIFKHIEGWS ALD 240 

Query: 241 AIYFWITLTTIGFGDYVAGGSDIEYLDFYKPWWFWILVGLAYFAAVLSMIGDWLRVIS 300 

AIYFWITLTTIGFGDYVAGGSDIEYLDFYKPWWFWILVGLAYFAAVLSMIGDWLRVIS 
Sbjct: 241 AIYFWITLTTIGFGDYVAGGSDIEYLDFYKPWWFWILVGLAYFAAVLSMIGDWLRVIS 300 

Query: 3 01 KKTKEEVGEFRAHAAEWTANVTAEFKETRRRLSVEIYDKFQRATSVKRKLSAELAGNHNQ 360 

KKTKEE VGE FRAHAAE WTANVTAE FKETRRRLS VE I YDKFQRATS + KRKLS AELAGNHNQ 
Sbjct: 301 KXT KEEVGEFRAHAAEWTANVTAE FKETRRRLS VE I YDKFQRATS I KRKLSAELAGNHNQ 360 

Query: 3 61 ELTPCRRTLSVNHLTSEREVLPPLLKAESIYLNGLTPHCAGEDIAVIENMK 411 

ELTPCRRTLSVNHLTSER+VLPPLLK ESIYLNGLTPHCAGE+IAVIEN+K 
Sbjct: 361 ELTPCRRTLSVNHLTSERDVLPPLLKTESIYLNGLTPHCAGEEIAVIENIK 411 

>gi | 10042828 | emb | CAC07711 . 1 | unnamed protein product [Mus sp.] 
Length = 370 

Score = 696 bits (1797), Expect = 0.0 

Identities = 367/368 (99%), Positives = 367/368 (99%) 

Query: 1 MAAPDLLDPKSAAQNSKPRLSFSSKPTVLASRVESDSAINVTVIKWKTVSTIFLVVVLYLII 60 

MAAPDLLDPKSAAQNSKPRLSFSSKPTVLASRVESDSAINVMKWKTVSTIFLVWLYLII 
Sbjct: 1 MAAPDLLDPKSAAQNSKPRLSFSSKPTVLASRVESDSAINVMKWKTVSTIFLVWLYLII 60 

Query: 61 GAAVFKALEQPQEISQRTTIVIQKQTFIAQHACVNSTELDELIQQIVAAINAGIIPLGNS 12 0 

GAAVFKALEQPQEISQRTTIVIQKQTFIAQHACVNSTELDELIQQIVAAINAGIIPLGNS 
Sbjct: 61 GAAVFKALEQPQEISQRTTIVIQKQTFIAQHACVNSTELDELIQQIVAAINAGIIPLGNS 120 

Query: 121 SNQVSHWDLGSSFFFAGTVITTIGFGNISPRTEGGKIFCIIYALLGIPLFGFLLAGVGDQ 180 

SNQVSHWDLGSSFFFAGTVITTIGFGNISPRTEGGKIFCIIYALLGIPLFGFLLAGVGDQ 
Sbjct: 121 SNQVSHWDLGSSFFFAGTVITTIGFGNISPRTEGGKIFCIIYALLGIPLFGFLLAGVGDQ 180 

Query: 181 LGTIFGKGIAKVEDTFIKWNVSQTKIRIISTIIFILFGCVLFVALPAVIFKHIEGWSALD 240 

LGTIFGKG I AKVEDTF I KWNVSQTKIRI I ST 1 1 F I LFGCVLFVALPAVI FKHI EGWS ALD 
Sbjct: 181 LGTIFGKGIAKVEDTF I KWNVSQTKIRI I STI I FILFGCVLF VALP AVI FKHIEGWS ALD 240 

Query: 241 AIYFWITLTTIGFGDYVAGGSDIEYLDFYKPWWFWILVGLAYFAAVLSMIGDWLRVIS 300 

AIYFWITLTTIGFGDYVAGGSDIEYLDFYKPWWFWILVGLAYFAAVLSMIGDWLRVIS 
Sbjct: 241 AIYFWITLTTIGFGDYVAGGSDIEYLDFYKPVVWFWILVGLAYFAAVLSMIGDWLRVIS 300 

Query: 301 KKTKEEVGEFRAHAAEWTANVTAEFKETRRRLSVE I YDKFQRATS VKRKLS AELAGNHNQ 360 

KKTKEE VGE FRAHAAE WTANVTAE FKETRRRLSVB I YDKFQRATSVKRKLS AELAGNHNQ 
Sbjct: 301 KKTKEE VGE FRAHAAE WTANVTAE FKETRRRLSVE I YDKFQRATS VKRKLS AELAGNHNQ 360 

Query: 361 ELTPCRRT 3 68 



ELTPC RT 
Sbjct: 361 ELTPCMRT 368 

>gi|l7917944|gb|AAE85378.l| Sequence 8 from patent US 6309855 
Length = 3 70 

Score = 693 bits (1789), Expect =0.0 

Identities = 366/368 (99%) , Positives = 366/368 (99%) 

Query: 1 MAAPDLLDPKSAAQNSKPRLSFSSKPTVLASRVESDSAINVMKWKTVSTIFLVVVLYLII 60 

MAAPDLLDPKSAAQNSKPRLSFSSKPTVLASRVESDSAINVMKWKTVSTIFLVWLYLII 
Sbjct: 1 MAAPDLLDPKSAAQNSKPRLSFSSKPTVLAS 60 

Query: 61 GAAVFKALEQPQEISQRTTIVIQKQTFIAQHACVNSTELDELIQQIVAAINAGIIPLGNS 120 

GAAVFKALEQPQEISQRTTIVIQKQTFIAQHACVNSTELDELIQQIVAAINAGIIPLGNS 
Sbjct: 61 GAAVFKALEQPQEISQRTTIVIQKQTFIAQHACVNSTELDELIQQIVAAINAGIIPLGNS 120 

Query: 121 SNQVSHWDLGSSFFFAGTVITTIGFGNISPRTEGGKIFCIIYALLGIPLFGFLLAGVGDQ 180 

SNQVSHWDLGSSFFFAGTVITTIGFGNISPRTEGGKIFCIIYALLGIPL GFLLAGVGDQ 
Sbjct: 121 SNQVSHWDLGSSFFFAGTVITTIGFGNISPRTEGGKIFCIIYALLGIPLEGFLLAGVGDQ 180 

Query: 181 LGTIFGKGIAKVEDTFIKWNVSQTKIRIISTIIFILFGCVLFVALPAVIFKHIEGWSALD 240 

LGTIFGKGIAKVEDTFIKWNVSQTKIRIISTIIFILFGCVLFVALPAVIFKHIEGWSALD 
Sbjct: 181 LGTIFGKGIAKVEDTFIKWNVSQTKIRIISTIIFILFGCVLFVALPAVIFKHIEGWSALD 240 

Query: 241 AIYFWITLTTIGFGDYVAGGSDIEYLDFYKPWWFWILVGLAYFAAVLSMIGDWLRVIS 300 

AIYFWITLTTIGFGDWAGGSDIEYLDFYKPVVWFWILVGLAYFAAVLSMIGDWLRVIS 
Sbjct: 241 AIYFWITLTTIGFGDYVAGGSDIEYLDFYKPWWFWILVGLAYFAAVLSMIGDWLRVIS 300 

Query: 301 KKTKEEVGEFRAHAAEWTANVTAEFKETRRRLSVEIYDKFQRATSVKRKLSAELAGNHNQ 3 60 

KKTKEEVGEFRAHAAEWTANVTAEFKETRRRLSVEIYDKFQRATSVKRKLSAELAGNHNQ 
Sbjct: 301 KKTKEEVGEFRAHAAEWTANVTAEFKETRRRLSVEIYDKFQRATSVKRKLSAELAGNHNQ 360 

Query: 361 ELTPCRRT 368 

ELTPC RT 
Sbjct: 361 ELTPCMRT 368 



DIFFERENT FROM SEQ ID NO : 4 at residue 3 66: 



L5 ANSWER 2 OF 
ACCESSION NUMBER : 
TITLE : 

treatment of 

diseases 
INVENTOR : 
PATENT ASSIGNEE: 
PATENT INFO: 
APPLICATION INFO: 
PRIORITY INFO: 



3 DGENE COPYRIGHT 2 003 THOMSON DERWENT on STN 

AAY2 84 97 Protein DGENE 

New two pore potassium channel used for, e.g. 

cancer, pulmonary, cardiovascular and inflammatory 

Chapman C G; Meadows H J 
(SMIK) SMITHKLINE BEECHAM PLC. 

WO 9937762 Al 19990729 44p 
WO 1998-EP7805 19981202 
GB 1998-22135 19981009 
EP 1998-300570 19980127 
Patent 
English 

1999-469126 [39] 
N-PSDB: AAZ00040 
Mouse h-TREKl polypeptide. 



5 C; 14 Q; 23 E; 0 



DOCUMENT TYPE: 
LANGUAGE : 
OTHER SOURCE: 
CROSS REFERENCES 
DESCRIPTION: 

AN AAY2 84 97 Protein DGENE 
AA 37 A; 14 R; 14 N; 14 D; 0 B; 
42 I; 

39 L; 23 K; 5 M; 25 F; 14 P; 29 S; 27 T; 8 W; 9 
Others 
SQL 411 
SEQ 

1 maapdlldpk saaqnskprl sfsskptvla srvesdsain vmkwktvsti 
51 flvwlylii gaavfkaleq pqeisqrtti viqkqtfiaq hacvnsteld 



Z; 28 G; 
Y; 34 V; 



101 eliqqivaai nagiiplgns snqvshwdlg 
151 rteggkifci iyallgiplf gfllagvgdq 
201 vsqtkiriis tiifilfgcv Ifvalpavif 
251 tigfgdyvag gsdieyldfy kpwwfwilv 
301 kktkeevgef rahaaewtan vtaefketrr 
351 saelagnhnq eltpcmrtls vnhltserev 
4 01 gediavienm k 
HITS AT: 65-76 



ssf f f agtvi 
lgtifgkgia 
khiegwsald 
glayf aavls 
rlsveiydkf 
lppllkaesi 



ttigf gnisp 
kvedtf ikwn 
aiyfwitlt 
migdwlrvis 
qratsvkrkl 
ylngltphca 



H; 



1 maapdlldpk saaqnskprl sfsskptvla srvesdsain vmkwktvsti 

51 flvwlylii gaavfkaleq pqeisqrtti viqkqtfiaq hacvnsteld 

101 eliqqivaai nagiiplgns snqvshwdlg ssff fagtvi ttigfgnisp 

151 rteggkifci iyallgiplf gfllagvgdq lgtifgkgia kvedtfikwn 

201 vsqtkiriis tiifilfgcv Ifvalpavif khiegwsald aiyfwitlt 

251 tigfgdyvag gsdieyldfy kpwwfwilv glayfaavls migdwlrvis 

301 kktkeevgef rahaaewtan vtaefketrr rlsveiydkf qratsvkrkl 

351 saelagnhnq eltpcmrtls vnhltserev lppllkaesi ylngltphca 
401 gediavienm k 



Lll ANSWER 23 OF 33 
ACCESSION NUMBER: 
TITLE (ENGLISH) : 
TITLE (FRENCH) : 
INVENTOR (S) : 



PATENT ASSIGNEE (S) 



PCTFULL COPYRIGHT 2 003 Univentio on STN 
2001046258 PCTFULL ED 20020827 
TRANSPORTERS AND ION CHANNELS 
TRANSPORTEURS ET CANAUX IONIQUES 
BAUGHN, Marian, R.; 
BURFORD, Neil; 
AU- YOUNG, Janice; 
LU, Dyung, Aina, M. ; 
YANG, Junming; 
REDDY, Roopa; 
LAL, Preeti; 
HILLMAN, Jennifer, L. ; 
AZIMZAI, Yalda; 
YUE, Henry; 
NGUYEN, Danniel, B.; 
YAO, Monique, G.; 
GANDHI , Ameena , R . ; 
TANG, Y . , Tom; 
KHAN, Far rah, A. 
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Entered Medline: 19990525 
Volatile anesthetics produce safe, reversible unconsciousness, amnesia and 
analgesia via hyperpolarization of mammalian neurons. In molluscan 
pacemaker neurons, they activate an inhibitory synaptic K+ current (IKAn) , 
proposed to be important in general anesthesia. Here we show 
that TASK and TREK-1, two recently cloned mammalian 

two-P-domain K+ channels similar to IKAn in biophysical properties, are 
activated by volatile general anesthetics. Chloroform, diethyl ether, 
halothane and isoflurane activated TREK-1, whereas 

only halothane and isoflurane activated TASK. Carboxy (C) -terminal 
regions were critical for anesthetic activation in both channels. Thus 
both TREK-1 and TASK are possibly important target 
sites for these agents. 
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Amino terminus and the first four membrane-spanning 
segments of the Arabidopsis K+ channel KAT1 confer 
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The Arabidopsis hyperpolarization-activated (inward-rectifying) K 
+ channel KAT1 is structurally more similar to animal 
depolarization-activated (outward- rectifying) K+ 
channels than to animal hyperpolarization-activated K+ 
channels. To gain insight into the structural basis for the 
' opposite voltage dependences of plant inward-rectifying and animal 
outward- rectifying K+ channels, we constructed 
recombinant chimeric channels between the hyperpolarization- 
activated K+ channel KAT1 and a Xenopus 
depolarization-activated K+ channel. We report here 

that two of the chimeric constructs, which contain the first third of the 
KAT1 sequence, including the first four membrane-spanning segments 
(S1-S4) 

and the linker sequence between the fourth and fifth membrane-spanning 
segments, express functional channels that retain activation by 
hyperpolarization, but not depolarization. These two chimeric 
channels are no longer selective for K+. The chimeras 
are selective for cations over anions and are permeable to Ca2+. 
Therefore, unlike animal hyperpolarization-activated K+ 
channels, in which the carboxyl terminus is important for inward 
rectification induced by Mg2 + and polyamine block, the plant KAT1 channel 
has its major determinants for inward rectification in the amino-terminal 
region, which ends at the end of the S4-S5 linker. 
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CLAIMS : 



We claim: 

1. An isolated and purified nucleic acid molecule encoding a mammalian protein 
which comprises 2 P domains and 4 transmembrane segments, and is competent to 
transport potassium across a membrane. 

2. An isolated and purified nucleic acid molecule encoding a human protein 
which comprises 2 P domains and 4 transmembrane segments, and is competent to 
transport potassium across a membrane. 

3. The nucleic acid molecule of claim 2 encoding a human protein which exhibits 
weak inward rectification. 

4. The nucleic acid molecule of claim 3 which is expressed in brain and heart 
tissue and in addition, in at least one of the following tissues: placenta, 
liver, skeletal, muscle, kidney and pancreas. 

5. The human nucleic acid sequence of claim 2 which comprises the sequence 
represented by SEQ ID No. 1. JU^iMJ, ^. ^ *f 

6. A self replication vector comprising the nucleic acid molecule of claim 2. 

7. A cell transformed with the self replicating vector of claim 6, which cell 
expresses a human protein which comprises 2 P domains and 4 transmembrane 
segments, and is competent to transport potassium across a membrane. 



8. A micro-injected cell comprising the RNA transcript synthesized from the 
nucleic acid molecule of claim 2, which cell expresses a human protein which 
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comprises 2 P domains and 4 transmembrane segments, and is competent to 
transport potassium across a membrane. 

9. The transformed cell of claim 7, which cell is selected from the group 
consisting of prokaryotes and eukaryotes . 

10. The transformed cell of claim 9 which is a bacterium. 

11. The transformed cell of claim 10 which is a yeast, insect, plant or 
mammalian cell. 

12 . A method for the production of a human protein competent to transport 
potassium across a membrane which comprises 2 P domains and 4 transmembrane 
segments, comprising transferring the vector of claim 6 into a cellular host, 
culturing the cellular host under conditions allowing the production of said 
potassium channel, and purifying the human potassium channel. 

13. The method of claim 12 wherein the cellular host is selected from the group 
consisting of prokaryotes and eukaryotes. 

14 . A pharmaceutical composition for the compensation of a deficiency in 
potassium channels at the level of one or more tissues, which comprises an 
isolated and purified nucleic acid molecule encoding a human protein comprising 
2 P domains and 4 transmembrane segments which protein is competent to 
transport potassium across a membrane. 

15. A pharmaceutical composition which comprises human cells transformed with 
the nucleic acid molecule of claim 2 . 
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Brief Summary Text (5) : 

The subunits of the voltage -dependent K.sup.+ channels activated by depolarization 
(Kv families) and the calcium-dependent K.sup.+ channels exhibit six hydrophobic 
transmembranal domains, one of which (S4) contains repeated positive charges which 
confer on these channels their sensitivity to voltage and, consequently, in their 
functional outward rectification (Logothetis, D. E. et al . , 1992, Neuron, 8, 
531-540/ Bezanilla, F. and Stefani, E., 1994, Annu. Rev. Biophys . Biomol . Struct., 
23, 819-846) . 



